Key indicators: single-crystal X-ray study; T = 297 K; mean (C-C) = 0.003 Å; R factor = 0.074; wR factor = 0.148; data-to-parameter ratio = 21.6.
Related literature
For general background to and the medicinal properties of 1,8naphthyridine derivatives see: Badawneh et al. (2001) ; Litvinov (2004) . For standard bond-length data, see: Allen et al. (1987) . For hydrogen-bond motifs, see: Bernstein et al. (1995) . Mo K radiation = 0.09 mm À1 T = 297 K 0.51 Â 0.46 Â 0.08 mm
Data collection
Bruker SMART APEXII CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2009 ) T min = 0.956, T max = 0.993 20410 measured reflections 3949 independent reflections 2551 reflections with I > 2(I) R int = 0.042 Refinement R[F 2 > 2(F 2 )] = 0.074 wR(F 2 ) = 0.148 S = 1.14 3949 reflections 183 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.21 e Å À3 Á min = À0.14 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) Àx þ 2; Ày þ 1; Àz þ 1.
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 
7-Hydroxymethyl-2-pivaloylamino-1,8-naphthyridine
Hoong-Kun Fun, Ching Kheng Quah, Krishnendu Aich, Sangita Das and Shyamaprosad Goswami Comment 1,8-Naphthyridine system is of great interest due to their broad application in medicine as they are potentially useful as antihypertensives, antitumor agents, immunostimulants, and herbicide safeners (Badawneh et al., 2001; Litvinov, 2004) .
Herein, we report the crystal structure of 2-pivaloylamino-7-hydroxymethyl- [1, 8] naphthyridine.
In the title molecule, Fig. 1 , the mean plane of [1,8]naphthyridine ring system (N1/N2/C1-C8, r.m.s deviation = 0.020 Å) forms a dihedral angle of 23.4 (1)° with the acetamide moiety (O1/N3/C9/C10, r.m.s deviation = 0.001 Å). Bond lengths (Allen et al., 1987) and angles are within normal ranges. The molecular structure is stabilized by an intramolecular O2-H1O2···N2 (Table 1) hydrogen bond, which generates an S(5) ring motif (Bernstein et al., 1995) .
In the crystal, Fig. 2 , molecules are linked into inversion dimers by pairs of intermolecular N3-H1N3···O2 (Table 1) hydrogen bonds, generating eighteen-membered R 2 2 (18) ring motifs (Bernstein et al., 1995) .
Experimental
To a stirred solution of 7-pivaloylamino-[1,8]naphthyridine-2-carbaldehyde (514 mg, 2 mmol) in dry THF was added NaBH 4 (40 mg, 1mmol) at 0°C and the resulting mixture was stirred for half an hour at room temperature under nitrogen atmosphere. After evaporation of the solvent, water was added to it and then the reaction mixture was extracted with dichloromethane thrice. The organic layer was dried over anhydrous sodium sulphate and then evaporated under reduced pressure. The crude solid was purified through column chromatography (silica gel, 60-120 mesh) using ethyl acetate as eluent to afford a pure brown crystalline solid. Yield: 87%. M.p. 135-137 °C
Refinement
Atoms H1N3 and H1O2 were located in a difference Fourier map and refined freely [N-H = 0.83 (2) Å and O-H 0.86 (3) Å]. The remaining H atoms were positioned geometrically and refined using a riding model with C-H = 0.93-0.97 Å and U iso (H) = 1.2 or 1.5 U eq (C). A rotating-group model was applied for the methyl groups.
Computing details
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT (Bruker, 2009 ); program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication:
SHELXTL (Sheldrick, 2008) and PLATON (Spek, 2009 The crystal structure of the title compound, viewed along the b axis. H atoms not involved in hydrogen bonds (dashed lines) have been omitted for clarity. Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
7-Hydroxymethyl-2-pivaloylamino-1,8-naphthyridine

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1 0.70708 (11) −0.0049 (3) 0.72243 (11) 0.0731 (5) 
